showing co-localization of SET and SGOL2 (E) Glycerol gradient analysis of SET complexes similar to Figure 1E , analyzed with the PP2A-B' antibody (F) GST-pull down analysis similar to Figure 1F , performed with full-length GST-SGOL2 protein.
First two asterisks denote truncated protein and third asterisk denotes GST only. (G) FLAG-SET IP from RPE1 cells shows impaired SGOL2 association in the case of DIM and ACID mutants. NFH-SET (WT and ACID) readily associated with endogenous SET (ENDO SET) owing to their dimerization propensities, but NFH-SET-DIM showed severely impaired association with ENDO-SET. (H) (Left) In vitro pull-down assay with GST-N-terminal region of SGOL2 and His-NAP1 showing NAP1 does not associate with SGOL2. REP1 and REP2 are two replicates of the assay. (Right) Coomassie Blue stained gel of chaperones used in the assays ( Figure 1F and S1H) highlighting that similar amounts of proteins were used in the pull-down assay. Gray numbers indicate band quantification normalized to WT SET. (I) Fractions 7-9 (low molecular weight) and 11-13 (high molecular weight) of Figure 1G were subjected to MS analysis. Several chaperones and transcription-associated proteins eluted with H1.2. PAF1, CDC73 LEO1, CTR9 and WDR61 constitute the PAF1 transcription complex. Shugoshin and PP2A components were not detected. Numbers indicate peptide count. 
